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 (0, 0, pz) R
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4) B A

.

for each Bj B do begin
p = Bcj;
R = (px

2 + py
2)1/2

;
for i = 1 to 4 do begin
   if C(p, R) S(Aci, Ari + Brj) then begin
       Decide that A and B will have collisions when B
       rotates; 

         exit; 
     end; 
end;

Decide that A and B will not collide each other even if B
rotates;      

 C(p, R)  p R
,  (0, 0, 1)

.

4.

.

 2013 ( )

(NRF-2013R1A1A2A10004391). 

[1] L. David, F. Michael, H. Philip, R. Gregory, W. Brian, S. 
Fred, Stalk: an interactive system for virtual molecular 
docking, IEEE Computational Science and Engineering 4 (2) 
(1997) 55-65. 
[2] J. A. E. Todd, M. A. Shingo, S. Geoffrey, D. K. Irwin, 
Dock4.0: Search strategies for automated molecular docking 
of flexible molecule databases, Journal of Computer-Aided 
Molecular Design 15 (5) (2001) 411-428. 
[3] N. Hiroshi, M. Hiroshi, T. Hiroshi, Concept and 
prototype of protein-ligand docking simulator with force 
feedback technology, Bioinformatics 18 (1) (2002) 140-146. 
[4] R. D. Taylor, P. J. Jewsbury, J. W. Essex, A review of 
protein-small molecule docking methods, Journal of 
Computer-Aided Molecular Design 16 (3) (2002) 151-166. C

C

B

A

y

x

z

- 157 -




